Supplementary Figure 1. Gene set analysis (GSA) heatmap.
Significance with respect to the treatment effect (Q2, compared with the air control) and dominant effects of individual gene sets (Q1) was assessed with Benjamini-Hochberg based FDR adjustment (FDR adj. p-value < 0.05). Gene sets are represented in the rows, exposure group comparisons versus sham in the columns, the gene set statistic is color-coded, and significance marked (see key). 
Supplementary Figure 4. Correlations between the secreted mediators and their corresponding mRNAs.
The log2 fold-change of a secreted mediator at a given post-exposure time point (y-axis) is compared with the average log2 fold-change of the respective mRNA for the same and precedent times to account for accumulation of the secreted protein products (x-axis). All tested concentrations tested in Supplementary  Figure 3 are considered, see Figure 7C for the correlation for the comparable doses across tissues. 
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